
Table S1. FST by locus for genetic markers and design and GenTrain score for SNPs.  

Locus Name Chromosome 
GenTrain 

Score 
Design 
Score 

FST 

Intergenic SNPs 

 
  

 AANG02081894.1:g.2454A>G A1 0.831 0.967 0.174 

AANG02022644.1:g.3760A>G A1 0.629 0.851 0.233 

AANG02181414.1:g.9179T>C A1 0.907 0.872 0.178 

AANG02030050.1:g.10031T>C A1 0.797 0.908 0.110 

ACBE01036013.1:g.1072C>G A1 0.880 1.000 0.160 

AANG02120735.1:g.19978T>C A1 0.935 0.979 0.237 

AANG02120735.1:g.13757A>G A1 0.773 0.911 0.276 

AANG02120833.1:g.6832T>G A1 0.904 0.934 0.126 

AANG02177503.1:g.23931A>G A1 0.902 0.953 0.040 

AANG02006746.1:g.1306A>C A1 < 0.55 0.952 - 

ACBE01005699.1:g.2382T>G A1 0.712 0.980 0.204 

AANG02037247.1:g.11010T>C A1 0.629 0.953 0.127 

AANG02166291.1:g.8238A>G A1 0.846 0.950 0.126 

AANG02081688.1:g.7877A>G A1 0.933 0.976 0.206 

AANG02081797.1:g.1220T>G A1 0.907 0.900 0.206 

AANG02020671.1:g.14924T>C A2 0.775 0.941 0.240 

AANG02087650.1:g.3448T>C A2 < 0.55 0.909 - 

AANG02051601.1:g.8552A>G A2 0.905 0.967 0.170 

ACBE01083214.1:g.5157T>C A2 0.900 0.955 0.198 

AANG02101261.1:g.28587T>G A2 0.845 0.919 0.141 

AANG02052780.1:g.12441A>G A2 0.810 0.754 0.294 

ACBE01063620.1:g.118A>G A2 <0.55 0.977 - 

AANG02061718.1:g.9337A>C A3 0.901 0.949 0.225 

AANG02187398.1:g.28581T>C A3 0.801 0.847 0.129 

AANG02187424.1:g.22252T>C A3 0.872 0.941 0.262 

ACBE01108034.1:g.1368T>C A3 0.928 0.915 0.202 

AANG02036114.1:g.12497C>G A3 0.927 0.986 0.196 

AANG02036285.1:g.31963C>G A3 0.897 0.959 0.270 

AANG02087356.1:g.3610A>G A3 0.678 0.913 0.121 

AANG02174216.1:g.5428A>G A3 0.811 0.991 0.237 

AANG02197631.1:g.6522T>G A3 0.853 0.969 0.272 

AANG02061850.1:g.28010A>T A3 0.737 0.940 0.157 

AANG02062344.1:g.17035A>G B1 0.818 0.973 0.241 

AANG02062220.1:g.3795A>C B1 0.911 0.977 0.195 

AANG02159024.1:g.5325T>C B1 < 0.55 0.984 - 

AANG02110774.1:g.16514A>G B1 0.884 0.958 0.251 

AANG02097822.1:g.16767A>G B1 0.878 0.967 0.217 



AANG02005724.1:g.13363A>G B1 0.900 0.921 0.159 

AANG02161484.1:g.11157A>G B1 0.721 0.932 0.319 

AANG02164255.1:g.41770A>G B1 0.843 0.971 0.278 

AANG02093085.1:g.3654T>C B1 0.881 0.954 0.175 

AANG02105885.1:g.26478A>G B2 0.909 0.972 0.334 

AANG02061345.1:g.16853T>C B2 0.935 0.932 0.311 

AANG02097349.1:g.10252T>G B2 < 0.55 0.978 - 

AANG02088421.1:g.6184A>G B2 0.807 0.988 0.389 

AC144403.2:g.77593T>C B2 < 0.55 0.902 - 

AANG02019366.1:g.2564T>C B2 0.842 0.842 0.241 

AANG02150144.1:g.23281A>G B2 0.926 0.955 0.249 

ACBE01207093.1:g.17436A>G B3 0.829 0.924 0.384 

AANG02038388.1:g.21548T>C B3 0.845 0.970 0.195 

AANG02169345.1:g.11780C>G B3 0.888 0.949 0.206 

AANG02123275.1:g.4383C>G B3 < 0.55 0.930 - 

AANG02112603.1:g.9588T>C B3 0.899 0.910 0.125 

AANG02118130.1:g.8421A>G B3 0.716 0.960 0.455 

AANG02073760.1:g.11396C>G B3 0.820 0.814 0.317 

AANG02184908.1:g.13943A>C B3 0.901 0.945 0.143 

AANG02137910.1:g.5589A>G B4 0.886 0.936 0.192 

AANG02149389.1:g.77394A>G B4 0.666 0.953 0.179 

AANG02149408.1:g.35260A>G B4 0.896 0.915 0.337 

AANG02149495.1:g.17781A>G B4 0.925 0.906 0.309 

AANG02149567.1:g.15163A>G B4 0.940 0.978 0.438 

AANG02149596.1:g.15359A>G B4 0.870 0.965 0.355 

AANG02149013.1:g.28134T>C B4 0.856 0.992 0.259 

AANG02044836.1:g.17276T>C B4 0.880 0.992 0.152 

AANG02168541.1:g.1719T>C B4 0.890 0.983 0.292 

AANG02168607.1:g.23958A>G B4 0.893 0.929 0.322 

AANG02019617.1:g.29641T>C B4 0.831 0.964 0.150 

AANG02005636.1:g.25248T>C B4 0.924 0.935 0.509 

AANG02134729.1:g.24161T>C B4 0.863 0.981 0.266 

AANG02166055.1:g.5358A>G B4 0.928 0.923 0.237 

AANG02039649.1:g.10186A>G C1 < 0.55 0.909 - 

AANG02109451.1:g.11395T>C C1 0.669 0.924 0.195 

AANG02133438.1:g.4486A>G C1 0.820 0.940 0.307 

AANG02154238.1:g.3420A>G C1 0.901 0.954 0.156 

AANG02154352.1:g.633T>C C1 0.779 0.968 0.270 

AANG02084206.1:g.590T>C C1 < 0.55 0.940 - 

AANG02084253.1:g.5598A>C C1 0.863 0.956 0.283 

AANG02084066.1:g.33920T>C C1 0.947 0.958 0.273 

AANG02057281.1:g.9879A>G C1 < 0.55 0.957 - 

AANG02057305.1:g.14414A>G C1 0.870 0.987 0.258 



AANG02080852.1:g.4118A>C C1 0.937 0.901 0.223 

AANG02123743.1:g.40048T>C C1 0.855 0.937 0.436 

AANG02071982.1:g.2223A>G C1 0.713 0.976 0.180 

AANG02125769.1:g.12122A>G C1 0.921 0.982 0.163 

AANG02163524.1:g.18377A>G C1 0.900 0.987 0.202 

AANG02154632.1:g.5397A>G C2 0.882 0.983 0.309 

AANG02186313.1:g.31437T>C C2 0.897 0.990 0.234 

AANG02167296.1:g.1656A>G C2 0.748 0.976 0.270 

AANG02130287.1:g.5088A>G C2 0.844 0.944 0.248 

AANG02044746.1:g.27100A>C C2 0.721 0.936 0.278 

AANG02044752.1:g.5418T>C C2 0.853 0.981 0.367 

AANG02051098.1:g.7586A>G C2 0.822 0.958 0.463 

AANG02044477.1:g.2607T>C C2 < 0.55 0.947 - 

ACBE01345396.1:g.1705A>G D1 0.925 0.904 0.277 

AANG02169674.1:g.3001A>G D1 0.887 0.956 0.112 

AANG02169695.1:g.95332A>G D1 0.883 0.942 0.169 

AANG02069063.1:g.7082A>G D1 0.885 0.904 0.206 

AANG02068998.1:g.30524T>C D1 0.893 0.922 0.093 

AANG02034297.1:g.8334A>G D1 0.856 0.931 0.161 

AANG02164541.1:g.9882A>G D1 0.792 0.906 0.193 

AANG02164558.1:g.6551A>G D1 0.893 0.977 0.282 

AANG02164599.1:g.1162A>G D1 0.839 0.960 0.206 

AANG02068755.1:g.12439A>G D1 0.862 0.964 0.204 

AANG02068729.1:g.23108A>G D1 0.853 0.988 0.219 

AANG02068687.1:g.24693A>G D1 < 0.55 0.955 - 

AANG02068592.1:g.3671T>C D1 0.933 0.902 0.297 

AANG02069109.1:g.15681A>G D1 0.920 0.943 0.164 

AANG02165803.1:g.11163T>C D1 0.700 0.974 0.182 

AANG02146076.1:g.16005T>C D2 0.707 0.922 0.209 

AANG02013100.1:g.17668A>G D2 < 0.55 0.933 - 

AANG02013375.1:g.9147T>C D2 0.881 0.996 0.355 

AANG02146030.1:g.8374T>C D2 0.812 0.991 0.292 

AANG02074459.1:g.18139A>G D2 0.719 0.949 0.173 

ACBE01354504.1:g.4064A>G D2 0.881 0.932 0.287 

ACBE01370662.1:g.6686T>C D2 0.869 0.985 0.211 

AANG02129584.1:g.52596T>C D2 0.842 0.945 0.315 

AANG02189205.1:g.41736T>C D3 0.839 0.867 0.390 

AANG02099526.1:g.3573A>C D3 0.773 0.982 0.246 

AANG02190254.1:g.15149T>G D3 0.886 0.951 0.296 

ACBE01548227.1:g.5881A>G D3 0.706 0.930 0.184 

AANG02138982.1:g.9768C>G D3 0.882 0.901 0.313 

AANG02139135.1:g.15518T>C D3 0.892 0.968 0.390 

AANG02090046.1:g.12669T>G D4 0.838 0.840 0.217 



AANG02123183.1:g.881C>G D4 0.818 0.941 0.256 

AANG02133034.1:g.9013A>G D4 0.886 0.937 0.252 

AANG02127496.1:g.2106T>G E1 0.675 0.947 0.226 

AANG02040272.1:g.36372T>C E1 0.813 0.966 0.233 

AANG02138305.1:g.9539T>G E1 0.903 0.997 0.184 

AANG02056745.1:g.5442T>G E1 0.852 0.997 0.147 

AANG02038152.1:g.8253A>C E1 0.888 0.963 0.236 

AANG02006368.1:g.37660A>T E1 0.865 0.981 0.255 

AANG02056567.1:g.19993A>G E1 0.920 0.947 0.281 

AANG02178402.1:g.625T>C E2 0.870 0.989 0.261 

AANG02102297.1:g.84944T>C E2 0.652 0.994 0.279 

AANG02018759.1:g.66755T>C E2 0.906 0.834 0.299 

AANG02018594.1:g.16310T>G E2 0.927 0.968 0.141 

AANG02018732.1:g.5275T>C E2 0.793 0.989 0.247 

ACBE01439500.1:g.2425A>G E2 0.605 0.964 0.196 

AANG02012103.1:g.5339A>G E2 0.910 0.937 0.236 

AANG02113241.1:g.2447T>G E2 0.655 0.989 0.146 

AANG02113786.1:g.2390A>G E2 0.817 0.960 0.127 

AANG02111523.1:g.27973T>C E3 0.880 0.833 0.147 

AANG02056486.1:g.3509A>G E3 < 0.55 0.967 - 

AANG02174563.1:g.7166A>G E3 0.774 0.936 0.210 

AANG02116920.1:g.18710T>C E3 0.818 0.960 0.195 

AANG02114656.1:g.10867A>G F1 0.764 0.983 0.289 

ACBE01126082.1:g.2249A>G F1 0.875 0.937 0.166 

AANG02076977.1:g.4968A>T F1 0.839 0.951 0.180 

AANG02111872.1:g.29014A>G F1 0.912 0.929 0.409 

AANG02180196.1:g.9264A>G F1 0.930 0.993 0.153 

ACBE01454403.1:g.9260A>G F1 0.874 0.958 0.155 

AANG02016788.1:g.2950A>C F1 0.769 0.910 0.366 

AANG02016731.1:g.10432T>G F1 0.856 0.943 0.257 

AANG02123462.1:g.6525A>G F1 0.775 0.933 0.114 

AANG02108795.1:g.15169A>G F2 0.864 0.957 0.391 

AANG02124578.1:g.6009A>G F2 0.877 0.993 0.319 

AANG02147808.1:g.9376T>C F2 0.719 0.963 0.048 

AANG02099314.1:g.7371T>C F2 0.818 0.956 0.431 

AANG02099008.1:g.2693T>C F2 0.906 0.976 0.173 

AANG02077182.1:g.15851T>C F2 0.911 0.911 0.293 

AANG02026094.1:g.43226C>G F2 0.945 0.959 0.112 

AANG02119614.1:g.37185A>G F2 0.871 0.955 0.193 

Phenotyic SNPs 
   

 AANG02027250.1(FGF5):g.18442A>C B1 0.856 0.772 0.646 

AANG02171092.1(TYR):g.11026G>T D1 0.855 0.829 0.822 

AANG02171093.1(TYR):g.1802G>A D1 0.855 0.780 0.559 



AANG02185848.1(TYRP1):g.10736C>T D4 0.841 0.933 0.339 

AY804234S6(TYRP1):g.593G>A D4 0.758 0.976 0.405 
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